. QIIME analysis confirms gut microbial composition and diversity differ between housing conditions, but not genotype. A: Principal coordinates analysis of stool and ileal microbial composition of WT and Irgm1 KO mice in conventional (CV) and specific pathogen free (SPF) conditions based on QIIME UniFrac distances. Stool CV versus SPF, FDR < 6.4x10 -10 ; ileum CV versus SPF, FDR < 0.007. For WT versus KO mice in both tissue
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were used to initial PCR. PCRF1/PCRR1 were used for second stage PCR.
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